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Supplemental Figure 1.  HCIPs of HPV E6s.  A.  Heat map representing protein-protein interactions identified by 
IP-MS/MS and CompPASS analysis when one of 16 unique HPV E6 proteins was used as a bait.  Colors in the heat 
map represent NWD scores where an NWD score ≥ 1 defines a high-confidence interaction.  Each column in the heat 
map represents a replicate experiment.  Cells were treated for 4h with 30 uM MG132 (+) or DMSO control (-) prior to 
harvest.  E6 baits were ordered across the top of the map according to the established HPV phylogeny (5); HCIPs were 
arranged using a Manhattan distance hierarchical clustering analysis.


